Supplementary Methods

Transgenic constructs
Genomic DNA fragments of SelG, CG1840, Rad23, Rps3, 1.688 Pox2 were amplified with Phusion DNA polymerase and cloned either directly in P [w + attB] or in pCR®2.1-TOPO (Thermo Fisher) for more convenient subsequent cloning. Plasmids were verified by sequencing and at least two restriction mappings. PCR primers are listed in Table S1 .
Cloning of 2x1.688
#3
, 8x1.688 #3 and 8x1.688 het arrays.
To construct the repetitive arrays, monomer segments flanked by BamHI and BglII and inserted into the pEX-A2 plasmid were synthesized by Eurofins Genomics (below). In the first cloning step, the plasmid was used to make both the insert and the vector. Fragments were excised with the corresponding restriction enzymes and inserted back into a monomer plasmid digested with BglII.
Thus the resulting plasmid contained a dimer of 1.688 flanked by BamHI and BglII, and no restriction site in the middle. To obtain an octamer, the cloning procedure was repeated twice. Finally, a dimer 
Legends for Supplementary Figures
Supplementary Figure S1 ClustalW alignment of a subset of 1.688 satellite sequences based on a gap opening penalty of 15 and a gap expansion penalty of 6.66. Sequences and annotations are according to KUHN et al. (2012) . The PoX2 sequence corresponds to the 1.688 sequence of the third repeat in the PoX2 locus and the Xhet sequence corresponds to the V00225 sequence (X heterochromatin reference sequence) according to KUHN et al. (2012) . 
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